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This manuscript does not generate conclusions based on statistical analysis, that is why sample size calculations were not necessary. We
analyzed many samples, each individually, for the Sars-CoV2 status. Every set of experiment was performed on at least 192 individual samples
(typically more), which is in excess of what is necessary to conclude specificity and sensitivity parameters on positive and negative samples.

Of experiments presented all replicates and data points are shown, no data were excluded. For clarity of the manuscript, preliminary
experiments used to set up the method are not all shown.

Results of replicate analysis are presented in Fig. 4A-F and G-H. No replicates excluded. In cases where multiple samples were measured in
one experiment, to show reproducibility of successful detection, all samples are shown. All attempts at replication were successful

No experimental groups. Where feasible, positive samples were spiked in random locations in input, see experimental layout.

The experimenters preparing sample plates were not blinded. However, the analysis of every sample is purely objective (sequencer and
computational analysis, or qPCR), therefore no blinding was necessary at that step. The bioinformatic analysis was blind to the status of
sample input.

HEK293T Lenti-X cells (TaKaRa) were used only as a source of human ribosomal RNA and infection with influenza to obtain
RNA.

Cell line was purchased directly from provider, expanded and frozen at passage 3. Early passages of this stock collection were
used for all experiments. Cell line was not further authenticated.

Mycoplasma status is monitored routinely (weekly). No mycoplasma was detected.

No commonly misidentified cell lines were used in the study.




